Introduction
Rabies virus (RABV) is a prototype virus of the lyssavirus genus which can invade into central nerve system and cause rabies. This virus is an unsegmented single-strand RNA virus with five genes in the order of 3'N-P-M-G-L 5', which encode nucleoprotein (N), phosphoprotein (P), matrix protein (M), glycoprotein (G) and RNA-dependent RNA polymerase (large protein, L) [1, 2] . Many mammals can be target or reservoir host of Rabies virus.
Although domestic, ownerless or tameless dogs are major hosts in developing countries, other mammals were found to be related to maintaining and prevalence of the rabies virus. By monoclonal antibody and nucleotide or amino acids sequence analysis, it was verified that the genome sequence variations among Rabies virus exist ubiquitously [3] . So it is necessary to sequence the popular street strains to get more genetic information and molecular characterization of Rabies virus [4, 5] .
Up to now, seven species of Rabies and Rabies-Related Viruses have been fully sequenced, including: (1) Rabies virus (RV); (2) Lagos bat virus (LBV);(3) Mokola virus (MOKV) [6] ; (4) Duvenhage virus (DUVV); (5) European bat lyssavirus type 1 (EBLV-1) [7] ; (6) European bat lyssavirus type 2 (EBLV-2) [8] ; and (7)Australian bat lyssavirus (ABLV) [9] . Dog is still the main intermedium of Ferret-Badger rabies virus were analyzed previously [13] .
Materials and methods

Samples and virus
From Lishui city and Chuan'an county in Hangzhou [14] . and D02.
Primer design
The primers were designed based on the full-length genomes of PV strain (GenBank accession number NC_001542) [2] and other Asian epidemic strains by using the softwares of DNASTAR and Note： "F"refers to forward primers and "R" to reverse primers.
"*" Means the positions of the primers are based on the whole genomic sequence of the rabies virus PV（M13215）strain. other genes belong to species 1 (SP1). All reference sequences were obtained from GenBank (see Table 2 ).
Results
Analysis of genomic sequence and organization
The whole genome sequences were successively assembled and submitted acid) is the basis structure of M protein [17] , which located at AA29 ~ 44. [18] .
Discussion
The non-coding region, and IGRs [19] . Another study [20] also showed point mutation and the role of a pure selection is the main driving force of rabies virus evolution, and there is no evidence to support that recombination occurred in the viral genome during its evolution.
The variation sites and types of the consanguinity related to their sequence discrimination [21] . The highly similar pattern of sequence variations of Chinese Rabies virus indicated Chinese domestic characteristics and its nearest consanguinity [22] .
The protein sequences of 4 Chinese
Rabies virus strains from Zhejiang province and other cited strains are compared to screen the amino acids changes in the various domains using the protein sequence of PV as control.
The results of multiple sequence identity demonstrate that the coding sequences of N, P, M and G of all 4
Zhejiang strains were the same as reported [15] [16] . Variations existing mainly in L, whereas N is the most conservative.
Among the 5 coding proteins, N is the most conserved protein with high efficiency expression and also the most conservative in its nucleotide sequence.
Therefore, N can be used as a marker in diagnosis of rabies, infection measurement, and classification of Rabies virus. For example, the antigenicity and sequence of N was already used as a basis for classification of Rabies virus [8, 23] . In consanguinity to the known street strain [2] and this very likely indicates that 
